Overall architecture of Bamgineer for editing an existing BAM file to add and delete the user defined CNV event. The input and output files are shown in dark grey. The modules are shown darker relative to the files generated at each step. B. Creating new paired-reads from existing ones. The algorithms splits the input BAM file into four separate BAM files according to DNA strand and read information. Bamgineer will then iterate through split reads (read1 and read2) from each strand separately , pairing one read from read1 splits to another read from read2 split. The insert-size (tlen) in the newly paired read is then calculated and updated 
